. Predicted duplex and secondary structures for the oligos listed in Tables 1 and S1 . Silver ions are shown as grey circles. In the case of the polycytosines, misaligned structures are shown as well, with unbound bases shown in red, and promiscuously-binding additional sequences shown in light gray. The Cy3 and Cy5 fluorophores are shown for Hairpin A. Linker chemistry is omitted. Figure S2 . Rendering of the oligonucleotides in this manuscript (see Tables 1 and S1 and Fig. S1 ). Bases are color coded: guanine (blue), cytosine (yellow), adenine (green), thymine (red). Polycytosine structures include the aligned annealing structure as well as a multiple-strand, non-unitary duplex. Models were implemented in Matlab (Mathworks, Natick, MA, USA). Streaking behavior of C30 in the presence of high molar ratio Ag + ; C) Annealing of C30 but not T30 in the presence of Ag + at various temperatures; D) End-ligation of Oligo B after annealing with equimolar Ag + . Images stained using SYBR Gold, silver staining kit, onboard fluorescein, and SYBR Gold, respectively, and are acquired using a Typhoon gel scanner. Figure S4 . Polycytosines above 20 nt experience noticeable streaking into the 300+ bp range during annealing. PAGE gel visualized using toluidine blue after 30-minute post-stain after running. Figure S5 . Additional normalized absorbance spectra of sequences C20, C30 and Hairpin A. The logical complement for C20, G20, is synthesized for canonical comparison (G30 was not commercially ordered due to tetraplex structures). No significant peaks are observed to indicate cluster formation across a variety of controls.
